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Promoter sequence P13H2 (546 bp): 










Matrix 


Position 


Orientation 


Score 


Length 


Sequence 




CMYB_01 


-502 


+ 


0.983 


9 


TGTCAGTTG 


ocn in wn 

OlU IU VH\J 


1 3000 


MYOD_Q6 


-501 




0.961 


1b 


CCCAACTGAC 


cpn in Mn 

OtU IU N^J 


I SOO 1 


S8 01 


-444 




0.960 


11 


AATAGAATTAG 


OlZVj IU INU 


1 sJOOO 


S8_01 


-425 


+ 


0.966 


11 


AACTAAATTAG 


cpn in mo 




DELTAEF1_01 


-390 




0.960 


11 


G C AC ACCTC AG 


cpn m Mn 

otU IU IN w 




GATA C 


-364 




0.964 


11 


AGATAAATCCA 


cca in Mn 

otU IU INLJ 




CMYB_01 


-349 


+ 


0.958 


9 


CTTCAGTTG 






GATA1_02 


-343 


+ 


0.959 


14 


TTGTAGATAGGACA 


ocn in Kin 
otU IU rN(J 


i yoAo 


GATA_C 


-339 


+ 


0.953 


11 


AGATAGGACAT 


SEQ ID NO 


19344 


TAL1ALPHAE47_01 


-235 


+ 


0.973 


16 


CATAACAGATGGTAAG 


SEQ ID NO 


19345 


TAL1 BETAE47_01 


-235 


+ 


0.983 


16 


CATAACAGATGGTAAG 


SEQ ID NO 


19345 


TAL1 BETAITF2_01 


-235 


+ 


0.978 


16 


CATAACAGATGGTAAG 


SEQ ID NO 


19345 


MYOD_Q6 


-232 




0.954 


10 


ACCATCTGTT 


SEQ ID NO 


19346 


GATA1_04 


-217 




0.953 


13 


TCAAGATAAAGTA 


SEQ ID NO 


19347 


!K1_01 


-126 


+ 


0.963 


13 


AGTTGGGAATTCC 


SEQ ID NO 


19348 


IK2_01 


-126 


+ 


0.985 


12 


AGTTGGGAATTC 


SEQ ID NO 


19349 


CREL_01 


-123 


+ 


0.962 


10 


TGGGAATTCC 


SEQ ID NO 


19350 


GATA1 02 


-96 


+ 


0.950 


14 


TCAGTGATATGGCA 


SEQ ID NO 


19351 


SRY_02 


-41 




0.951 


12 


TAAAACAAAACA 


SEQ ID NO 


19352 


E2F_02 


-33 


+ 


0.957 


8 


TTTAGCGC 


SEQ ID NO 


19353 


MZF1_01 


-5 




0.975 


8 


TGAGGGGA 


SEQ ID NO 


19354 


Promoter sequence P15B4 (861 bp) : 




Matrix 


Position 


Orientation 


Score 


Length 


Sequence 




NFY_Q6 


-748 




0.956 


11 


GGACCAATCAT 


SEQ ID NO 


19355 


MZF1_01 


-738 


+ 


0.962 


8 


CCTGGGGA 


SEQ ID NO 


19356 


CMYBJ)1 


-684 


+ 


0.994 


9 


TGACCGTTG 


SEQ ID NO 


19357 


VMYB_02 


-682 




0.985 


9 


TCCAACGGT 


SEQ ID NO 


19358 


STAT_01 


-673 


+ 


0.968 


9 


TTCCTGGAA 


SEQ ID NO 


19359 


STAT_01 


-673 




0.951 


9 


TTCCAGGAA 


SEQ ID NO 


19360 


MZF1J)1 


-556 




0.956 


8 


TTGGGGGA 


SEQ ID NO 


19361 


IK2_01 


-451 


+ 


0.965 


12 


GAATGGGATTTC 


SEQ ID NO 


19362 


MZF1_01 


-424 


+ 


0.986 


8 


AGAGGGGA 


SEQ ID NO 


19363 


SRY 02 


-398 




0.955 


12 


GAAAACAAAACA 


SEQ ID NO 


19364 


MZF1J)1 


-216 


+ 


0.960 


8 


GAAGGGGA 


SEQ ID NO 


19365 


MYOD_Q6 


-190 


+ 


0.981 


10 


AGCATCTGCC 


SEQ ID NO 


19366 


DELTAEF1_01 


-176 


+ 


0.958 


11 


TCCCACCTTCC 


SEQ ID NO 


19367 


S8_01 


5 




0.992 


11 


GAGGCAATTAT 


SEQ ID NO 


19368 


MZF1_01 


16 




0.986 


8 


AGAGGGGA 


SEQ ID NO 


19369 


Promoter sequence P29B6 (555 bp) : 










Matrix 


Position 


Orientation 


Score 


Length 


Sequence 




ARNT 01 


-311 


+ 


0.964 


16 


GGACTCACGTGCTGCT 


SEQ ID NO 


19370 


NMYC.01 


-309 


+ 


0.965 


12 


ACTCACGTGCTG 


SEQ ID NO 


19371 


USF_01 


-309 


+ 


0.985 


12 


ACTCACGTGCTG 


SEQ ID NO 


19371 


USF_01 


-309 




0.985 


12 


CAGCACGTGAGT 


SEQ ID NO 


19372 


NMYC_01 


-309 




0.956 


12 


CAGCACGTGAGT 


SEQ ID NO 


19372 


MYCMAX_02 


-309 




0.972 


12 


CAGCACGTGAGT 


SEQ ID NO 


19372 


USF_C 


-307 


+ 


0.997 


8 


TCACGTGC 


SEQ ID NO 


19373 


USF_C 


-307 




0.991 


8 


GCACGTGA 


SEQ ID NO 


19374 


MZF1_01 


-292 




0.968 


8 


CATGGGGA 


SEQ ID NO 


19375 


ELK1_02 


-105 


+ 


0.963 


14 


CTCTCCGGAAGCCT 


SEQ ID NO 


19376 


CETS1P54_01 


-102 


+ 


0.974 


10 


TCCGGAAGCC 


SEQ ID NO 


19377 


AP1_Q4 


-42 




0.963 


11 


AGTGACTGAAC 


SEQ ID NO 


19378 


AP1FJJ32 


-42 




0.961 


11 


AGTGACTGAAC 


SEQ ID NO 


19378 


PADS_C 


45 


+ 


1.000 


9 


TGTGGTCTC 


SEQ ID NO 


19379 



Figure 5 
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250 



, C 



START 



252 



STORE A FIRST SEQU 


ENCE TO A MEMORY 






STORE A SECOND SEQUENCE TO A MEMORY 




r 


READ FIRST CHARACTER OF FIRST SEQUENCE 




f 


READ FIRST CHARACTER OF SECOND SEQUENCE 



254 
256 
260 



262 



YES 




DISPLAY HOMOLOGY LEVEL BETWEEN THE FIRST AND 
SECOND SEQUENCES 



FIGURE 8 



